The complete mitochondrial genome of the hybrid of Megalobrama terminalis (♀) × Megalobrama amblycephala (♂).
In this study, the complete mitochondrial genome of the hybrid of Megalobrama terminalis (♀) × Megalobrama amblycephala (♂) was determined. The total length of the genome was 16,622 bp in accordance with the female parent, and the overall base composition was 31.13% A, 24.94% T, 27.72% C and 16.21% G, with a slight A + T bias. The genome contained 13 protein-coding genes, 22 transfer RNA genes, 2 ribosomal RNA genes and 2 main non-coding regions (the control region and the origin of the light strand replication). The 99.48% sequence identity between the hybrid and its female parent, M. terminalis, confirmed the maternal inheritance pattern followed by the mitochondrial genome of the hybrid bream; however, it was interesting to find a total of 86 mutation sites in 12 genes or regions. The phylogenetic analysis indicated that the studied hybrid was relatively more close to M. terminalis, and the result was in agreement with their conventional taxonomic relationship. The genome information reported here may provide important information for further studies on the mitochondrial inheritance mechanisms in hybrids.